MBE Reviewer Index 
Volume 6 


MOLECULAR BIOLOGY AND EVOLUTION extends its thanks to the following reviewers whose 


appreciable and appreciated efforts were so necessary to its success. 


ADAMS, J. 
AGNADE M. 


AVISE, J. C. 


BARKER, W. C. 
BERGER, F. G. 
BRITTON, R. J. 
BROWN, W. 


CAVALIER-SMITH, T. 
CHAKRAVARTI, A. 


CHARLESWORTH, B. 


CLAIBORN-STEPHENS, J. 


CLARK, A. G. 
Crow, J. F. 
CURTIS, S. 


DOVER, G. A. 


DuGaIczyK, A. 
DUGAICZYK, D. 


DYKHUIZEN, D. 
ELLIS, N. 


FANNING, T. G. 


FELSENSTEIN, J. 
FLAHERTY, L. 


Fox, G. 


GALAS, D. J. 
GILLESPIE J. 
GINGERICH, P. 


GOLDING, B. G. 
Gouy, M. 


GUNDERSON, J. 


HALL, J. 
HARRISON, R. G. 
HOLMQUIST, R. 
HOLSINGER, K. 
Hor], H. 
HUDSON, R. K. 
HUGHES, A. L. 


L. J. 
Jin, L. 


JURKA, J. 


KAPLAN, N. 
Koop, B. F. 


LAKE, J. A. 


LANGLEY, C. H. 
LEWONTIN, R. C. 
Ly, S. S.-L. 

Li, W.-H. 
LINGREL, J. B. 


MILKMAN, R. 
MILLER, J. 


MIYAMOTO, M. M. 


NEI, M. 


T. 
OLSEN, G. D. 


PAMILO, P. 


POWELL, J. R. 
ROHLF, J. 


SAITOU, N. 
SANKOFF, D. 
SHARP, P. 
SHELDON, F. H. 
SIBLEY, C. G. 
SINGH, R. S. 
SMITH, N. H. 
SMITH, T. F. 
SOUTHERN, E. 
STEPHENS, C. J. 


TILGHMAN, S. M. 


WALSH, B. J. 


WATERMAN, M. 
WEIR, B. S. 


WEISS, E. 
WHITT, G. S. 


WOESE, C. 
WOLFE, K. 


Wu, C-L. 


YOKOYAMA, S. 


697 


MBE Author-Subject Index 
Volume 6 


(B) = Book Review; (L) = Letter to the Editor 


ABELE, L. G., 685 

Adh, 546 (L) 

affinis subgroup, 66 

AGUADE, M., 123 

AJIOKA, JAMES W., 384, 492 
alcohol dehydrogenase, 546 (L) 
alignment, 649 

allelic isozymes, 155, 171 

Alu elements, 413 

amino acid replacement rate, 369 
ancestral sequences, 649 
anthropoid/hominoid, 460 
antibiotic resistance, 213 

Aotus trivirgatus, 460 

Apis, 399 

AVISE, JOHN C., 258 


BAKER, MICHAEL E., 321 (L) 
BAVERSTOCK, P. R., 243 
BENTZEN, PAUL, 539 
BERTRAND, KEVIN P., 213 
beta hemoglobin, 580 

birds, 693 (L) 

BLUMENBERY, MIROSLAV, 53 
BONHOMME, FRANCOIS, 478 
BOWEN, BRIAN W., 258 
branching: dates, 109; order, 325 
BRYGOO, Y VES, 227 
BURGOYNE, L. A., 553 (L) 


canavalin, 614 

CAVENDER, JAMES A., 301 
channel evolution, 503 
channels phylogeny, 503 

x?, 539 

chloroplast DNA evolution, 355 
CHRISTY, P. E., 243 

cline, 155 

codon usage, 546 (L) 

color pigment genes, 186 
concerted evolution, 413, 478 
conserved sequences, 526 
CONSTANTINO, HENRY R., 369 
covarions, 270 

covariotides, 270 

CRAWFORD, DOUGLAS L., 369 
crocodiles, 693 (L) 


CRroziER, R. H., 399 
CROZIER, Y. C., 399 


698 


crustacean, 685 

cytochrome c oxidase subunits I and II, 
399 

DESMARAIS, ERICK, 478 

DICKINSON, D. P., 80 

diversity-enhancing selection, 447 

DSJIAN, P., 469 

DNA: hybridization, 331; mitochondrial, 
399, 539; polymorphism, 624; repetitive, 
355; sequences, 325; simple-sequence, 
198 

Dob, BARBARA, 478 

DRINKWATER, R. D., 553 (L) 

Drosophila: 33, 66, 546 (L); ananassae, 
624; melanogaster, 384, 492 

DUBOSE, ROBERT F., 1 

DUONG, LOAN P., 213 

DYKHUIZEN, DANIEL E., 1 


EANES WALTER F., 384, 492 

Escherichia coli, 213, 526 

evolution: 80, 243, 325; parsimony, 301; 
rates, 270, 399, 580; subdomains, 53; 
trees, 53 


FELGENHAUER, B. E., 685 
fingerprinting, 1 

FITCH, W. M., 270 
Fitch-Margoliash method, 514 
fitness, 213 

55 RNA, 649 

FOWLER, J. C. S., 553 (L) 
FRANCIOLINI, FABIO, 503 
functional adaptation, 342 
Fundulus heteroclitus, 171, 369 


Fusarium, 227 


gene: conversion, 526; duplication, 614; 
expression, 213, 559; families, 53, 614; 
regulation, 213 

genetic polymorphism, 258 

Gibberella, 227 

GIBBS, PETER E. M., 614 

GILLESPIE, JOHN H., 636 

globins, 669 

glucose-6-phosphate dehydrogenase, 384 

GONZALEZ, IRIS LAUDIEN, 413 

GOODMAN, Morris, 325, 580 

Gouy, MANOLO, 109 


GPI, 155 

GRAUR, DAN, 103 (B), 442 (B) 
GREEN, HOWARD, 460, 469 
Gross, K. W., 80 

GAUDET, JACQUES, 227 


HAMPTON, JANET N., 355 

HARTL, DANIEL L., | 

heat denaturation, 171 

HEIN, JOTUN, 649, 669 

hemoglobins, 270 

hexose-6-phosphate dehydrogenase 
(E.C.1.1.1.47), 171 

HEY, JODY, 66, 384 

hominoid, 469 

honeybee, 399 

HUGHES, AUSTIN L., 559 

human/chimpanzee clade, 325 


human rRNA, 413 


ILLANA, S., 243 
IMANISHI, TADASHI, 514 
index of dispersion, 636 
insertion/deletion variation, 123, 624 
insertion sequences, 
intermediate filaments, 53 
internal duplication, 613 
invariable sites, 270 
involucrin, 460 

ionic channels, 503 
ISENBERG, KEITH E., 342 


JIN, Li, 290 
JOHNSON, A. M., 243 
JULIEN, JACQUELINE, 227 


W., 685 

kinetics, 171 

KIRSCH, JOHN A. W., 331 
Koop, BEN F., 580 


LABATE, JOANNE, 492 
lactate dehydrogenase, 369 
LAFAY, JEAN FRANCOIS, 227 
LAMB, TRIP, 258 

lamins, 53 

LANGLEY, C. H., 123 
LARHAMMAR, DAN, 693 (L) 
LARSON, ALLAN, [31 
LATHROP, RICHARD H., 317 (L) 
LAWRENCE, JEFFREY G., | 
\egumin, 614 

LENSKI, RICHARD E., 213 
LEWONTIN, R. C., 15 

Li, WEN-HSIUNG, 109, 413 


Volume Index 699 


lineage effects, 636 
linear invariants, 301 


MACKINLAY, A. G., 399 

MCPHERSON, ALEXANDER, 614 

mammals, 693 (L) 

marsupial evolution, 331 

maternity analysis, 258 

maximum-likelihood method, 514 

maximum-parsimony method, 514 

middle repetitive DNA, 66 

MILLIGAN, BROOK F., 355 

MILNER, ROBERT J., 693 

minimum-evolution method, 514 

minisatellites, 198 

MIRELS, L., 80 

mitochondrial DNA: 539; sequences, 399 

MIYASHITA, N., 123 

molecular: clock, 331, 436 (L); evolution, 
186, 436 (L), 580, 636; phylogeny, 109 

Monte Carlo method, 539 

MOTTEZ, ESTELLE, 478 

multigene family, 447, 559 

Mus, 478 


Naegleria, 243 

natural populations, 492 

Nectria, 227 

NEI, MASATOSHI, 290, 447, 559 

neighbor-joining method, 514 

neurofilaments, 53 

neutral allele theory, 636 

NGUYEN, TRINH N. M., 213 

nonsynonymous substitution, 447 

nucleic acid sequence, 301 

nucleotide: divergence, 290; diversity, 290; 
substitution, 559 

numerical taxonomy, 301 


orangutan, 469 
ow! monkey, 460 


PALMER, JEFFREY D., 355 

parsimony, 514, 649 

PATARCA, ROBERTO, 317 (L) 

PENNY, DAvID, 105 (B) 

pentastome, 685 

PETERSEN, RICHARD, 413 

PETRIS, ANNA, 503 

PHAN, QUANG G., 213 

phylogenetic reconstruction, 424 

phylogeny: 1, 131, 227, 342, 369, 649, 669, 
693 (L); of apes and man, 424; simplifi- 
cation, 669 

plasmid, 213 


= 
A 


700 Volume Index 


Pongo pygmaeus, 469 

population: bottleneck, 623; subdivision, 
624 

POWERS, DENNIS A., 155, 171, 369 

primate(s). 325; phylogeny, 580 

protein sequences, 109 


pseudogenes, 559 


rate constancy, 436 (L) 

regulatory sequences, 559 

relative-rate test, 436 (L) 

repetitive DNA, 355 

replacement substitutions, 636 

restriction: map variation, 384, 492; poly- 
morphism, 123; sites, 258; site data, 290 

rhodopsin, 186, 342 ; 

ribosomal RNA: 109, 131, 685; sequenc- 
ing, 227; small subunit, 243 

RILEY, MARGARET A., 33 

ROBINSON, B. S., 243 

rodents, 80 

RoFF, DEREK A., 539 

Roizés, GERARD, 478 

ROPSON, IRA J., 171 


SAITOU, NARUYA, 514 
salamander, 131 


salivary proteins, 80 

satellite DNA, 198, 478 

SAWYER, STANLEY, 526 

SCHERER, SIEGFRIED, 436 (L) 

segment of repeats: 460; late region, 469 
selectively neutral, 325 


sequence-dependent unequal crossing-over, 
198 


sequence divergence, 270 
SHOEMAKER J. S., 270 
significance of branching order, 424 
silent substitutions, 636 
simple-sequence DNA, 198 
SKINNER, J. D., 553 (L) 
SLIGHTOM, JERRY L., 580 


slippage replication, 198 

SMITH, TEMPLE F., 317 (L) 

Sophophora, 546 (L) 

SPRINGER, MARK S., 331 

STARMER, WILLIAM T., 546 (L) 

statistical analysis: 539; test for gene con- 
version, 526 

STEPHAN, WOLFGANG, 198, 624 

STRONGIN, KARA B., 614 

SULLIVAN, DAVID T., 546 (L) 

superoxide dismutase, 436 (L) 

SYLVESTER, JAMES E., 413 

synonymous substitutions, 33, 447 


TABAK, L. A., 80 
TAGLE, DANILO A., 580 
TANAKA, TATSURO, 447 
tandem repeats, 80 
taxonomy, 227 

Tn10, 213 

tongue worms, 685 
transfer RNAs, 109 


transformed distance method, 424 


transposable elements, 66, 213, 355 
tree additivity, 669 


Trifolium, 355 


TSENG, HUNG, 460 


VAN BENEDEN, REBECCA J., 155 


variances of branch lengths, 424 
vicilin, 614 


WEBSTER, TERESA A., 317 (L) 
WESLEY, CEDRIC, 384 


WILLIAMS, STEPHEN A., 325 
WILSON, ALLAN C., 131 


WRIGHT, ALAN F., 342 


X chromosome, 123 
xanthine dehydrogenase, 33 


yellow-achaete-scute region, 492 
YOKOYAMA, RUTH, 186 
YOKOYAMA, SHOZO, 186, 342 


pi 
i 
f 
4 


